. The cloning regions of TaMORs using allele-specific primers. Alignment of genomic sequences among 34 unrelated modern cultivars (Table S1 ). (B)
Alignment of amino acid sequences among 34 unrelated modern cultivars (Table S1 ). Table S3 . The SNP sites of TaMOR-A in A genome Seven accessions were used for sequence analysis (AABBDD, T. aestivum; AABB-1 ~ AABB-3, T. dicoccoides 1 ~ 3; AA-1 ~ AA-3, T. urartu 1 ~ 3).
No. Site (bp) AABBDD AABB-1 AABB-2 AABB-3 AA-1 AA-2 AA-3 1 434 G  T  G  G  T  T  T  2  27  T  C  T  T  C  C  C  3  39  T  C  T  T  C  C  C  4 225
Seven accessions were used for sequence analysis (AABBDD, T. aestivum; AABB-1 ~ AABB-3, T. dicoccoides 1 ~ 3; BB-1 ~ BB-3, Ae. speltoides 1 ~ 3). 
